The following is a step-by-step methodology for the microarray statistical ranking analysis. (7) Divide MD by SMD to get a final score, which we will call FZ. (8) Use the t CDF with n − 1 degrees of freedom for the FZ value and get a two-tailed p-value. (9) Because we are interested in the tail, if P > 0.5, then the p-value = 1 − p-value, and if P ≤ 0.5, then it remains unchanged. At this stage, we have a p-value for each gene for the overall difference between lowers and uppers. (10) Assume the significance cutoff level = 0.001. (11) If the p-value is less than the cutoff level and FZ > 0, then class = "lower." If the p-value is less than the cutoff level and FZ < 0 then class = "upper." (12) As a result, we have now two gene lists: lower and upper (see Table S1 ).
